1. Submit data to the archive 2. Use browsers on the EVA website to view the data 3. Pull data that is of interest to your local infrastructure, either by downloading flat files [2] or accessing the repository computationally via our API [3] Figure 1 The EVA user experience.
Browsing datasets archived at the European Variation Archive
The EVA study browser [4] lists all datasets that have been archived at the resource (Figure 2 ). You can filter this list by variant length, genome assembly, and/or type of study (i.e. whole genome sequencing, exome sequencing, etc.).
Figure 2
The EVA Study Browser.
Each dataset is given its own study page (Figure 3 ), where you can see additional information such as a description of the study, how many samples were analysed, publications that are associated with the data, and the there are also links where you can download the VCF files as they were submitted to the EVA. 
Accessing variant data at the European Variation Archive
The variation data housed at the EVA has been described and annotated in different ways. Importantly, we normalise all variant data and annotate this homogenous variant population with only one variant consequence predictor: Ensembl's Variant Effect Predictor [5] . Additionally, we calculate allele frequencies in a standardized manner -and also group variants from samples that are from a particular population together, in order to calculate population allele frequency values.
You can read more about our variant normalisation and processing steps here [6] .
We provide access to these normalised and annotated variant data in two ways:
Filtering options are available on the left-hand side of the web browser (Figure 4 ). Once you have selected your species/assembly combination the filters allow you to refine the variant population on any combination of variant consequence, allele frequency, and protein substitution score. Results can be shown from all studies that relate to a species/assembly combination, or limited to only a subset.
All results passing your filtering options are displayed in the top panel of the browser.
The bottom panel of the browser displays detailed information for a particular variant including overlapping genes and transcripts, all variant consequence annotations, datasets at EVA where the variant is present, sample level genotypes, population allele frequency statistics, and any clinically relevant assertions that are linked.
Figure 4
The EVA Variant Browser.
The EVA API [8]
You can computationally access the EVA normalised and annotated variant data via the API ( Figure 5 ). We provide endpoints for species, studies, files and variants, and our API is also integrated with the GA4GH Beacon and Variants API. You can read more about our API on our website [8] and on GitHub [9]. 
Submitting data to the European Variation Archive
What are the minimum requirements for submission to the European Variation Archive?
EVA accepts submission of genetic variation data based on three criteria: 
